Supplementary File S3 -analysis (Alexander et al. 2009 from 10 iterations. It shows that K=16 has the lowest median CV value thereby representing the strongly supported ADMIXTURE plot on the analysis.
-Cross-validation plot generated from the ADMIXTURE Alexander et al. 2009 ) from K=2 to K=18 on the low density SNP dataset from 10 iterations. It shows that K=16 has the lowest median CV value thereby supported ADMIXTURE plot on the analysis. 5 validation plot generated from the ADMIXTURE from K=2 to K=18 on the low density SNP dataset from 10 iterations. It shows that K=16 has the lowest median CV value thereby supported ADMIXTURE plot on the analysis. 
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Supplementary figure S5
on masked SNPs from individuals of analysis (Brisbin, et al. 2012 (Brisbin, et al. 2006 . 
Supplementary Figure S7
matrix (B) of the individuals of the high SNP density dataset generated by fineSTRUCTURE (Lawson, et al. 2012 counts between each pair of individuals calculated by Chromopainter. The color scale in (B) indicates the pairwise coincidence between each pair of individuals.
Nodes are collapsed below 60% probability. For convenience, close labels are merged (e.g., Kenya-Luhya 1/2 refers to population sub Kenya-Luhya).
Supplementary Figure S7 -Coancestry heat map (A) and pairwise coincidence matrix (B) of the individuals of the high SNP density dataset generated by Lawson, et al. 2012) . The color scale in (A) indicates the chunk counts between each pair of individuals calculated by Chromopainter. The color es the pairwise coincidence between each pair of individuals.
Nodes are collapsed below 60% probability. For convenience, close labels are Luhya 1/2 refers to population sub-structure in two groups of the Nodes are collapsed below 60% probability. For convenience, close labels are structure in two groups of the Supplementary Table S1 -Table of given in parenthesis; YBP = years before present), admixing sources, and percentage (%) of admixture for each population of interest (Hellenthal, et al. 2014 ). We assume a generation time of 25 years. R 2 corresponds to the goodness-of-fit of the tested model. FQ 1 and FQ 2 correspond respectively to the fit of a single admixture event and the fit of the first two principal components capturing the admixture events. M corresponds to the additional R 2 explained by adding a second date versus assuming only a single date of admixture (M>0.35 to infer multiple dates event). The admixture models presented in the table correspond to the best fit models considering the 'best guess'. P: p-value of evidence of any detectable admixture event obtained after 100 bootstrap resamplings of the NULL procedure. Date confidence intervals are based on 100 bootstrap replicates of the date inference. 
Supplementary Methods
Sample collection and ethics
A total of 41 DNA samples were analyzed from two groups in Southeast Borneo: the Banjar (n=16) and the Ngaju (n=25) that were collected in Banjarmasin city (Supplementary Figure S1 ). Blood samples were collected from healthy adult donors, all of whom provided written informed consent. DNA was extracted using a standard salting-out procedure. All participants were surveyed for language affiliation, current 
Dataset
We gathered data from previously published studies on populations from Madagascar, Southeast Asia, South Asia, East Asia, East Africa, South Africa, and
Europe (Supplementary Table S1 ). Two datasets were compiled respective to their analytical use: a low SNP density dataset of populations covering a large geographical area; and a high SNP density dataset of populations composed by a subset of populations of the latter dataset. To avoid any statistical bias that could be induced by a size effect due to populations over-represented in the high SNP density dataset, we randomly selected a maximum of 31 individuals in each group, such as each population has a number of individuals between 15 and 31. Quality controls were applied using Plink v1.9 (Chang, et al. 2015) to filter for i) close relatives, using an Identity-by-Descent (IBD) estimation with upper threshold of 0.25 (second degree relatives); ii) SNPs that failed the Hardy-Weinberg exact (HWE) test (P < 10-6) were excluded; iii) samples with a call rate <0.99 and displayed missing rates >0.05 across all samples in each population were excluded; and iv) variants in high linkage disequilibrium (r 2 > 0.5) were also removed for the low density dataset. After filtering, the low SNP density dataset included 2183 individuals from 61 populations genotyped for 40,272; and the SNPs high SNP density dataset was composed of 551 individuals from 24 populations genotyped for 374,189 SNPs. All genotypes of the high SNP density dataset were then phased together with SHAPEIT v2.r790 (Delaneau, et al. 2012 ) using the 1000Genomes phased data (Delaneau, et al. 2014) as reference panel and the HapMap phase 2 genetic map (International HapMap 2005).
Statistical Analyses
The low density dataset was described by the following analyses. Principal
Components Analysis was computed with EIGENSOFT v6.0.1 (Patterson et al. 2006 ). ADMIXTURE v1.23 (Alexander et al. 2009 ) was used to estimate the profile of individual genomic ancestries using maximum likelihood for components K = 2 to K = 18. Ten replicates were run at each value of K with different random seeds, then merged and assessed for clustering quality using CLUMPP (Jakobsson and Rosenberg 2007) , and the cross-validation value was calculated to determine the optimal number of genomic components (here, K = 16). ADMIXTURE and PCA plots were generated with Genesis (Buchmann and Hazelhurst 2014) . Three-population (f3) statistics (Patterson, et al. 2012) (Tamura, et al. 2013) ).
Population structure of the phased high density dataset was evaluated using the fineSTRUCTURE v2.07 package (Lawson et al. 2012) . EIGENSOFT v6.0.1 (Patterson et al. 2006) . Three-population (f3) statistics (Patterson et al. 2012 ) and TreeMix v1.12 analysis (Pickrell and Pritchard 2012) were also performed on this masked dataset (1,664 SNPs for 18 populations).
Haplotype 'painting' with Chromopainter v2 (Lawson et al. 2012 ) was realized on the high density of SNP dataset, defining each cluster of populations as target or donor/surrogate according to the anthropological question addressed. Mutational rates and Ne parameters were first estimated with an Estimation-Maximization (EM) algorithm running Chromopainter v2 on all 22 autosomes for the entire dataset with 10 iterations (Lawson et al. 2012) . The weighted average of these parameters, according to the SNP coverage of each used chromosomes and the number of individuals, were then used to compute the chromosomal painting. Each cluster of populations has been successively identified as target and the others as surrogates (at the exclusion of the Malagasy cluster which has not been used as surrogate). The obtained painted chromosomes for each cluster were used in GLOBETROTTER v1.0 (Hellenthal et al. 2014) to estimate the ratios and the dates of the potential admixture events characterizing them. Coancestry curves were estimated with and without standardization with a 'NULL' individual, and consistency between each estimated parameters was checked. 100 bootstrap resamplings were realized to estimate the pvalue of the admixture events (considering the 'NULL' individual) and the 95% confidence interval for the obtained dates (without the 'NULL' individual). The 'bestguess' scenario given by GLOBETROTTER v1.0 (Hellenthal et al. 2014 ) was considered for each target population. Using the parental populations given by GLOBETROTTER v1.0 (Hellenthal et al. 2014) , dates of admixture were also estimated by ALDER v1 (Loh et al. 2013 ).
